Supplementary
: Conditional analysis of the SUA associated SNPs.
Conditional analysis was performed in combined data from healthy subjects for significant SNPs in SLC2A9 showing association with SUA levels during meta-analysis. Additive linear regression model adjusted for age, sex and BMI and SNPs genotypes was used for testing the associations. Association results presented are obtained from genotyped data in 1,109 subjects from discovery phase and 3,725 subjects from validation phase.
SNP
Chromosomal positions of SNPs are based on National Center for Biotechnology Information genome build 37. Alleles presented are indexed to the positive strand. Effect size was calculated with respect to the minor alleles; Direction was + if there was concordance between the discovery and validation phase and -if there was discordance; Earlier reported variants taken in replication despite their higher p-value >10 -4 in discovery phase.
CHR: chromosome; BP: Base pair position; Dir.: direction; Het-P: p-value for heterogeneity in effect sizes in meta-analysis; Het-I Sq: Chi-square value for heterogeneity test 
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